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The functional analysis is a crucial factor step in data analysis for no functional annotation of the data sets. The 
264
Rac3 is also involved in locomotion (GO:0040011); Srsf9, Rac3, Nono, Rhobtb3, Rac3, Gnat3, Aco2, Atp1b2,
265
Cirbp, Gnat1, Gnat2, Rac1, Rac2, Srsf1 are involved in metabolic process (GO:0008152); Gnat3, Gnb1, Gnb2,
266
Gnb4, Rac1, Rac2, Napb, Tpm1, Tpm2 are involved in multicellular organismal process (GO:0032501), and Gnat1,
267
Gnat2, Gnat3, Rac3, Rac2, Rac1, Rhobtb3 are involved in response to stimulus (GO:0050896) respectively ( Figure   268 5B). The DEPs are involved in various molecular functions such as binding (GO:0005488) (Aco2, Cirbp, Crocc,
269
Gnat1, Gnat2, Gnat3, Gnb1, Gnb2, Gnb4, Gngt1, Napb, Nono, Rac1, Rac2, Rac3, Rhobtb3, Srsf1, Srsf9, Tmp1,
270
Tmp2 and Tubb3), catalytic activity (GO:0003824) (Aco2, Cirbp, Crocc, Gnat1, Gnat2, Gnat3, Gnb1, Gnb2, Gnb4,
271
Gngt1, Napb, Nono, Rac1, Rac2, Rac3, Rhobtb3, Srsf1, Srsf9), signal transducer activity (GO:0004871) (Gnat1,
272
Gnat2, Gnat3, Rac1, Rac2, Rac3), structural molecule activity (GO:0005198) (Epb4.1l3 and Tubb3), transporter 273 activity (GO:0005215) (Atp1b2) respectively ( Figure 5C ). The DEPs are involved in cellular component process 274 such as cell part (GO:0044464) (Aco2, Epb4.1l3, Gnat1, Gnat2, Gnat3, Napb, Rac3, Ndufa8, Nono, Rhobtb3,
275
Tmp1, Tmp2, and Tubb3), macromolecular complex (GO:0032991) (Atp1b2, Gnat1, Gnat2, Gnat3, Gnb1, Gnb2, Ndufa8, Rac3 and Rhobtb3), organelle (GO:0043226) (Aco2, Epb4.1l3, Napb, Rac3, Nono, Tpm1, Tpm2, Rhobtb3 278 and Tubb3), and synapse (GO:0045202) (Napb) respectively ( Figure 5D ). Napb, Vamp1, Lmnb2, Nefm, Nono, Crocc and Rbp3) respectively ( Figure 5F ). Figure 6C ). The DEPs were also involved in various cellular component functions such as ( Figure 6D ). Figure 6F ). proteins are shared with PlGF -/-vs. C57, and one protein is shared with other two groups. 
332

Discussion
447
We have also found up-regulated protein (Ndufa8, Atp5o, Atp5f1) involved in respiratory electron transport, ATP 448 synthesis by chemiosmotic coupling, and heat production by uncoupling proteins. NADH dehydrogenase
449
[ubiquinone] 1 alpha subcomplex subunit 8 (Ndufa8) was mitochondrial intermembrane space assembly pathway.
450
This minor pathway depends on redox-regulated folding events that stabilize, trap and finally import into the 451 mitochondrion the C-X9-C domain-carrying proteins (Schmidt et al, 2010 and concatenated with the reversed versions of all sequences. In group-specific parameters, enzyme-specific was set 532 to trypsin, and two missed cleavages were allowable; variable modifications were selected as fixed modification 533 whereas carbamidomethylation (C) and oxidization (M) were set as fixed and variable modifications respectively 534 were selected as variable modifications and 5 set to a maximum number of modifications per peptide. The type was 535 set the standard; multiplicity was set to 1 to account for the label-free state, and Label-free quantification (LFQ) was 536 set LFQ, 2 set for minimum ration count (Cox & Mann, 2008) . The FDR (false discovery rate) was set to 0.01 for 537
proteins, peptides and other parameters were set to default. Label minimum ratio count was set to 2, peptides for 538 quantification was set to unique and razor and re-quantify to allow identification and quantification of proteins in 539 groups for LFQ analysis. an MS/MS spectrum) are searched in an organism-specific sequence database and are then scored by a probability-547 based approach termed peptide score. For limiting a certain number of peak matches by chance, a target-decoy-548 based false discovery rate (FDR) approach is utilized. The FDR is determined using statistical methods that account 549 for multiple hypotheses testing. Also, the organism-specific database search includes not only the target sequences 550 but also their reverse counterparts and contaminants, which helps to determine a statistical cut-off for acceptable 551 spectral matches. 
